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Abstract:  The Dof transcription factors play an important regulatory role in plant growth and development and abiot-
ic stress response. In this study, a total of 24 Dof genes were identified in the physic nut. The results of conserved domain
analysis showed that physic nut Dof proteins contained CX,CX,, CX,C motif. Chromosomal location analysis results sugges-

ted that 23 Dof genes were unevenly distributed on nine linkage groups (LGs) of physic nut. Phylogenetic analysis results

suggested that the 24 physic nut Dof proteins were

5 H #1:2018-05-22 clustered into nine groups. Most of these 24 Dof genes

ESTE R A F2A BOR)T R BOCHTH (182102110200) 52018 showed differential expression in these tested tissues. The
AR LT 4 1 R R RHIT T (18A180035) 5 JH F1 T
WE BEom 2w gl o N B BE A &8 3w H
(ZKNUC2016030 ,ZKNUC2015121)

YEE R FEERME (1985-) , 55 W i BN 1 VRO, £ A/l
HFRUKREIER S AERTSE . (Tel)0376-8178586; (E-mail)  JeDofS, Jedof9, Jedof10,  Jedof L1, Jedof21  Jedof22,
yhtang2005@ 163.com, fLJkfk-5 T LR H— 1 Jedof24) showed the differential response to both drought

expression of 14 Dof genes increased or decreased under at
least one stress (drought or salt stress). Out of these 14

differentially expressed genes, eight Dof genes ( JeDof4,



16 AN N A o

2019 4F & 35 % 1 M

and salt stress at least one time point, two Dof genes ( JeDof2, JeDof23) only responded to salt stress, and four Dof genes
(JeDof3, JeDof5, JeDof17, JeDof20) only responded to drought stress. The results will provide some valuable information

for further studies on the roles of Dof genes in regulating physic nut’ s growth, development and responses to abiotic stress.

Key words:

3R R B 2 R AR AR K Kk
BRI R R B [ ) R 2 AR E R
U RREE R R, o — [n) Y B 2R A e K
TR i 396 P A DG I DR 42 8 S AE o B R T
FImEEE S, Hod, 40 F 5 Fl LA BR 46 %0R 5
HVE BP9 SRR 52 BIVE YD & 27 2K 0 s B2 7 R
ERKAEY BRI EZFB, /IMIT, £/ |
R ( Jatropha curcas L.) , & KEFHFRIKAR & 1) 2
AELE VR HEAR /NI R AT A HE R b | Tf 6 45 51
SR TR AR, RN AT A2 T 5 20 3h 5
FEPE )/ - 2 i T 52T R A5 s RIOR 1)
PRIGEUR I H 3 JE R & R DR A X AR A s 396 o o
B HA EEAAM AN E AR S,

Dof £ R AH W R A7 19— 280 S IR+, A R
JRTFEEE N AN — Bt 50 A2 R R 4L ) i
PESFRY C, C, 5FF5 DNA 25 ¥ 38 (v 4% 9 Dof 454
W),z EE GRS A TR ST X T/
AAAAG L7, B4 006 X BE 5L X A 30k, FE R 1)
AR EE Y B AR A 6 e o o EE A R
YERT, A, Dof Y C K e AE# £ 451,
% DX AL B B S-AR T 0RE B R R O s
FEUS i TR ST AtDOF4.2 1 AtDOF4.4 &1 C
A Thr-Met-Asp 37 | %37 £ 2 6157 AtDOF4.
2 il AtDOF4.4 25 (4 B 55 S BOG RE 11 L AR Dof
AR T 5 B AR ALYE R T 254 FEE 40
BT Dof FER LA B 3 1 9 N4, BV A (BT B2
C1.C2.1.C2.2.C3.DI F1 D2 0 JE4EF  BF5E A
X HE At 2 UL e T A7 A A B 5T 25 SR R BH , Dof
SRR F XY AE KR T 1A R AP A
T AR A& PUidi itk MY R F S S5 A E
SR W0 il Dof #% 5% K- SICDF1 FI
SICDF3 i# i F # 1% W 38 ) 3 2 A CORIS
RD29A \RD10 WK , 38 N T % 3 R 0L g I+ %) 1 2
LR a9 BitE s IR ST Dof FKIEFHEMN CDF3
— AN EPAER F, i 2k CDF3 FHH#ER T I o7
()AL (], 38 001 400 R e X 1 5 R 8 Bk 3 ) Bt
P15 ChIP 430471 7% , AtDOF5.4/0BP4 18 1t T 4240

physic nut ( Jatropha curcas L.) ; Dof gene; transcription factor; expression pattern

Hl BN CyclinBI ;1 ,CDKBI ;1 F1 XTH )1k,
TR 20 ) 300 0 R RN i A KT 5 AtDOF4.2 38
b B A BE R St PR T AtEXPAY (/) 35K, IE
ERFREM LT XERFEAER RN, Dof 5%
SR PRl 3 5 A R 45T Ui R 1% 638 DT 532 Wi A
YA R B R, T, B 42k P 41 22 A 5%
H A PR B & J& , VF 2 W Dof sk FE 4
B A A L AL, Il g o KRR K
Pt R e A AR, T
Dof £ 114 FL BE D BEAF 9 = ZAE h E B OT |
i KRB SR A O BRI AR KRB R
JCHAE /N rh i A R T8

H T, X KRB R Dof %53 i 21 21 45 5+
PRI ARA Y0 250 T 1 R AR D) B A I 5T 4
R IARIE , R, #6475/ 5~ Dof e 5% PR - 5 I 1
PSR STy Wl oe ST KA Sl 2211 T Wy A I =
IR AT, T/ A B L0 P AN R 464 T
(IR TE 3BT 48 L, i 328 I %5 5 /N Dof 55 [
FIGERLTL R A5 B R S 2 BOR | A1 4y
Br T /AT Dof KGRI R R EW IR
SPRT ek i, A EVRE R R R AR M aa
SN T RRAE RIS RN HE— W5 Dof %
PRITE /N A5 K 7 R 2B 3 i iz v P S E 1)
REFR AL [ 4 i BHIS FE R ARG |

1 BORHAT %

1.1 EYHHSELLE

AR AR T o [ SN A IR T R
JUARAE TN R R e e R AR A Pl S g R, /)
Al 7T 5 FR b B 1523 Tang 55 AT, 1
AL FRE , T U HEAT e sk 41 P & qRT-PCR 73
P2 IR BOE 3 A4 KA1 T IR 25 A
JG 14 d R 35 d B R T AL SURE SR AR A
B2 B A SRR 37 B -80 C R AIGIR vk A
AR,
1.2 RNA REX

K 3 FHAY) (Magen, http://www. magentec.



JEBRMESS: /M T~ Dof SER G E AW 5 B2 5 RIB M 17

com.cn/ ) fH#) RNA $EHUAH & (525 R4152-02) i
T3/ 744 2140 RNA S0, BRI k2% 1K
70 & UL B A o T A P 4 2 UEL RNA /i3
1To K H TaKaRa 2\ ®] (http://www. takarabiomed.
com.cn/ ) WiFE SR & (525 6210A) #4758 — 4%
cDNA & 10, BARERAE DT 25 00 G U B A5k AT
1.3 /MEF Dof BEEE

KB 22 % WU T KRS Dof ik R 5% e
AT TR P A il NCBI /M 356 PR 2 £
B ZE 4T BLAST [RJURF 51 HUXS , i 26 922 5 H /M
F Dof #£ K, Ffif if SMART ( http://smart. embl-
heidelberg. de/) HI Pfam ( http://pfam. sanger. ac.
ck/ ) B GEFIRS BT AR 3 %) i 48 2 HH 1% /N - Dof
S TR AN N, 33T ExPASy P (hitps://
web.expasy. org/ protparam/ ) Xf /Ml Dof £ 1 1)
AHEBTAN 5~ A5 R IR A8 H AT 20T
1.4 /MEF Dof EERA LB RTFIHAMRTFE
FF o h

PR IT Dof Z AR FI M AU RS I 17 B B IR 122
(TAIR,, http : //www.arabidopsis.org/ ) T 2345, /K FF
Dof % 5% A ¥ K Jii T Phytozome M3k (https://phy-
tozome. jgi. doe. gov/pz/portal.html ) , ClustalX #% F &
HEAT Dof AL FFHI LR 434>, Jl i MEGAS %k

®1 EEPCR3Y
Table 1 Primers used in the qRT-PCR

2B 5% ( Neighbor-Joining, NJ) #E47 48l md 77 L /K
FERUIMIA T Dof RS A B WM E(SEANT .
bootstrap 2 il X EL A 1 0005 25 /i 2k B 4hs Ak B2
SE4 M) 2, 5@ i DNAMANG. 0 % 2 % /) il
Dof & F{RSF AT /04, dfiid MEME 4.12.0 JliAS
(http ://memesuite.org/tools/meme ) X} /Nl F Dof £
FORSFEF AT 0 0 (S8 T P B H i
14, )7 FE B E N 6~200)
1.5 /MEF Dof BEELBEEMS T

R L 22 R T8 110 /N - 4 35 PR 20 00 e 522 4
TELE L2 S/ T Dof 25 R AT Y2 €0 fAORS 1
7, 3843 MapChart VEE 3K AFHEF AR ST
1.6 /NEF Dof £ B R i% L 4 #1F1 qRT-PCR
BEIE

/N F Dof H R 23575 57 F1 qRT-PCR 35 iF
75 1%57% Tang 5" B AT MR ZE RN 4140
SSPERIES SR 20 Nl 21 ], /N T T R0
7& NCBI #J 15 PRINA257901 , £ Jilh 360 % 55 20 I )
BAEAE NCBI A5 PRINA244896 , fil T R [H) & &
FHAH (LR R E R ERME 154, fFEF
JEWREM G 35 d ) MRBIEEIE R IE T Jiang
FRBINE,
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CCTCAACCGTCTTCTCCAAA
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Table 2 Dof genes in physic nut

(FE1) g Rk —DE ] 7 3RAT T E W E A
i Dof ZIEHI M5

Y (14 7. 1

A S oo bk a5 ot K% A
v ) A TR0
JeDof1 JCGZ_05689 LG2 B1 1 260 315 9.23 33.9
JeDof2 JCGZ_05589 LG2 C1 873 290 6.65 32.4
JeDof3 JCGZ_24801 LG2 A 750 249 8.26 26.5
JeDof4 JCGZ_21565 LG3 D1 483 160 9.40 18.2
JeDof5 JCGZ_21459 LG3 B2 1 098 365 8.72 40.0
JeDof6 JCGZ_21458 LG3 Cl 966 321 9.42 34.9
JeDof7 JCGZ_21405 LG3 B2 852 283 8.87 31.2
JeDof8 JCGZ_04337 LG4 D2 738 245 8.52 25.9
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Fig.1 Analysis of the Dof conserved domain in physic nut Dof proteins
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